ABSTRACT The draft genome sequence of "Candidatus Liberibacter asiaticus" strain TX1712, obtained from a Texas citrus tree, is reported here. Strain TX1712 has a draft genome size of 1,203,333 bp, a GϩC content of 36.4%, 1,230 predicted open reading frames, and 41 RNAs and comprises 97.4% of the psy62 reference genome.
T
he unculturable phloem-limited alphaproteobacterium "Candidatus Liberibacter asiaticus" causes Huanglongbing (HLB) disease on citrus (1, 2) . HLB disease is one of the most serious citrus diseases and is responsible for major economic losses for the citrus industry across the world. "Ca. Liberibacter asiaticus" is the causal agent with worldwide distribution (3). In the United States, HLB disease associated with "Ca. Liberibacter asiaticus" was first identified in Florida in 2005 (4) . Currently, the most widely used technique for detecting "Ca. Liberibacter asiaticus" is DNA-based analysis, due to the lack of in vitro culture. Whole-genome sequencing can be obtained only by using metagenomics. The first "Ca. Liberibacter asiaticus" genome sequence, isolated from a single infected psyllid (5), was released in 2009. HLB was first detected in Texas in 2012 from a Valencia sweet orange tree (6, 7), but the first genome sequence of a Texas "Ca. Liberibacter asiaticus" strain, isolated from infected psyllids, was released in 2017 (8) . Here, we report a draft whole-genome sequence of "Ca. Liberibacter asiaticus" strain TX1712, obtained directly from an infected Citrus sinensis sample in Texas.
Total plant DNA of Citrus sinensis infected with "Ca. Liberibacter asiaticus" strain TX1712 was extracted from petiole and leaf midrib tissue using the DNeasy plant minikit (Qiagen, Valencia, CA). The concentration of "Ca. Liberibacter asiaticus" was relatively high using HLBaspr real-time quantitative PCR, giving a cycle threshold (CT) value of 19.36 (9). The 2 ϫ 300-bp Illumina paired-end sequencing was performed on a MiSeq platform (Illumina, Inc., San Diego, CA, USA). The paired-end sequencing libraries were prepared using an Illumina TruSeq PCR-free DNA library prep kit. The DNA was fragmented by using a Covaris M220 sonicator with an average of size 550 bp.
A total of 5.16 ϫ 10 7 reads, with a mean length of 296 bp per read, were generated from the MiSeq sequencing. Using the genome of "Ca. Liberibacter asiaticus" strain psy62 as a reference, a total of 44,844 reads with 14,281,900 bases were aligned using Geneious version 10.2.3 with the Bowtie 2 version 2.3.0 plugin tool (10), which covered 99.9% of the psy62 genome. The aligned reads were assembled using SPAdes version 3.10.0, which is available through Geneious plugin tools (11) . The assembly generated 48 contigs ranging from 1,080 bp to 108,732 bp (N 50 ϭ 44,653) with ϳ10ϫ average coverage. The contigs comprise a total length of 1,203,333 bp, with a GϩC content of 36.4% and 97.4% coverage of the complete psy62 genome. Annotation was performed using the Rapid Annotations using Subsystems Technology (RAST) server (http://rast .nmpdr.org) (12) . The TX1712 genome was predicted to have 1,230 open reading frames and 41 RNAs.
